Vibrio atypicus is a Gram-negative bacterium associated with the digestive tract of penaeid shrimp. Here, we present the draft genome sequences of two V. atypicus strains, DSM 25292 T and TUMSAT1. Both assemblies were approximately 4.8 Mbp long, with GC contents of around 44%. P enaeid shrimp aquaculture has seen explosive growth in the past few decades, but the industry has been threatened by various infections (1). Vibriosis is one of the most serious bacterial diseases, with various causative species and virulence factors reported. Given the diversity of shrimp-pathogenic vibrios, it is important to catalog and deepen our knowledge regarding shrimp-associated bacteria.
tively. The numbers of predicted protein-coding genes were 4,347 for DSM 25292 T and 4,387 for TUMSAT1. The DDH between the two strains was 75.50%, suggesting that the two strains belong to the same species but may be delineated into two distinct subspecies.
Data availability. The V. atypicus draft genome assemblies are available in DDBJ/ EMBL/GenBank with the accession numbers BLID01000001 to BLID01000066 (DSM 25292 T ), and BLIE01000001 to BLIE01000079 (TUMSAT1). The Illumina raw read data are available under the accession numbers DRR199590 (DSM 25292 T ) and DRR199589 (TUMSAT1).
